primers (2) : one set designed to detect the partial G1 coding region of hantaviruses associated with rodents of the subfamily Murinae (Hantaan, Dobrava, and Seoul viruses), and another to detect the N coding region of hantaviruses associated with rodents of the subfamily Arvicolinae (Prospect Hill virus). Eight A. flavicollis, all from Nevrokopi, were positive for hantavirus infection by serology or molecular methods, for a 13% overall prevalence in A. flavicollis. Some rodents positive by serology were negative by PCR and vice versa. One of three R. rattus captured at Pramanta was positive for hantavirus infection by indirect immunofluorescence assay.
PCR yielded products from tissues from seven A. flavicollis. A 270-bp segment of the G1 gene was sequenced and analyzed phylogenetically. A mean sequence similarity of 99.1% (range 98.5%-100%) was observed among the seven rodents. These sequences differed by 9.5% from Dobrava virus sequences of HFRS cases from northwestern Greece and by 8.5% from Dobrava virus sequences of HFRS cases from Dobrava-Slovenia. Similarly, sequences from Nevrokopi human samples were closer to Dobrava virus from Slovenia than to such virus from northwestern Greece. The nucleotide difference was 21% when the rodent sequences were compared to an Estonian sequence from A. agrarius. The deduced amino acid sequences of all seven Dobrava virus G1 fragments were identical. This analysis showed that the evolutionary relationship among Dobrava virus subtypes was closely correlated with that of the rodent reservoir and suggests that this virus is stably maintained in the rodent population.
All seropositive A. flavicollis were sexually mature adults; six (75%) of eight were male, compared to 26 (49%) of 53 seronegative animals ( χ 2 =0.97, p=0.32). Six seropositive animals of 8 (75%) had scars, compared to 14 (26%) of 53 seronegative animals ( χ 2 =5.4, p=0.02). Finally, 14 (44%) of 32 male A. flavicollis had scars, compared to 5 (17%) of 29 females ( χ 2 =3.8, p=0.05). Scarring has been significantly associated with Seoul virus antibody in wild rats and has been suggested as the primary mechanism by which hantaviruses are amplified epizootically (7 (8) . The low antibody titer (1:32) and failure to amplify viral RNA by PCR from this animal could indicate infection with a heterologous hantavirus with low cross-reactivity. Perhaps more likely, the antibody detected in this 39-g juvenile rat may represent waning maternal antibody. Transfer of protective maternal antibody to R. norvegicus pups by Seoul virus-infected dams has been demonstrated (9) .
Our data implicate A. flavicollis as the reservoir of Dobrava virus in northern Greece and demonstrate the common occurrence of that species in both sylvatic and peridomestic habitats. These preliminary results underscore the need for continued, more intensive reservoir studies in Greece.
Imported Dengue in Buenos Aires, Argentina
To the Editor: After more than 70 years without reports of cases, an outbreak of dengue (type 2) occurred in the northwestern region of Argentina from January to May 1998; 818 cases of denguelike illness were reported (incidence rate: 45/10,000 inhabitants) (1). The outbreak was restricted to a few cities of the Chaco Salteño Region.
The last dengue epidemic in Argentina (in 1926) (2) affected the Mesopotamia Region and Rosario City. An earlier widely distributed epidemic in 1916 occurred in the coastal region along the Uruguay River (Corrientes and Entre Ríos provinces), reached Parana City (along the Parana River), and affected approximately 50% of the city's population (3) . Both outbreaks began in Paraguay. No cases were detected in Buenos Aires.
High numbers of Aedes aegypti are reported in all places where surveillance for these vectors is conducted in Argentina. The Breteau rate (a measure of vector density; the number of positive containers is divided by the number of inspected houses) in the Federal District
